ABSTRACT Here, we announce the complete genome sequence of Streptococcus pyogenes strain 10-85 (type emm1), isolated from a patient with streptococcal toxic shock syndrome (STSS). The strain lacks the genomic regions encoding SalR-SalK, a two᎑component regulatory system, and the adjacent type I restriction modification system.
circularize the contig. Annotation was performed using the DDBJ Fast Annotation and Submission Tool (15) .
The S. pyogenes strain 10-85 harbored a single circular genome of 1,778,006 bp, with an average GϩC content of 38.6%. We observed 1,664 protein-coding regions, 18 rRNA operons, and 67 tRNA genes. The gene content matched the previously reported results (11) (12) (13) (14) .
Data availability. The whole-genome sequence of S. pyogenes strain 10-85 was submitted to DDBJ/ENA/GenBank under the accession number AP019548 and BioProject accession number PRJDB4033. The version described in this paper is the first version, AP019548.1. The accession number for the PacBio data in DDBJ/ENA/NCBI is DRA008374.
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